Clostridioides difficile ATCC 9689 DSM 1296 T (AB075770)
Clostridioides difficile 630 (CP010905:10829-12296) Figure S1 . A neighbor-joining tree of 16S rRNA genes from Peptostreptococcaceae members. The tree was built using MEGA6 and rooted with sequences from C. botulinum and C. butyricum. GenBank accession numbers for 16S rRNA gene sequences are listed in parentheses. 
Clostridioides mangenotii DSM 1289 T (FR733662)
Clostridioides
Figure S3. A tree based on whole-genome alignments (A) and its visualization using principal components analysis (B).
The tree is based on the "conservation" scores, derived from the BLAST scores of pairwise genome alignments and rooted with genomes of Clostridium botulinum and C. butyricum. The numbers in front of the organism names indicate genomic entries in the NCBI Assembly database, e.g. 1104948 for C. litorale indicates www.ncbi.nlm.nih.gov/assembly/1104948.
Pairwise genome alignments were obtained using MegaBLAST with the following parameters: -max_target_seqs 100000; -xdrop_gap 150; -penalty -1; -gapopen 3; -gapextend 1; -dbsize 10000000; -searchsp 10000000. Aligned genome segments of < 60 bp have been ignored; aligned segments separated by < 400 bp have been merged to form "conserved segments". For each genome, the "conservation" value C has been calculated as the total length of the conserved segments divided by the total length of all available DNA in a genome assembly. The distance d cons between genomes 1 and 2 was calculated as (Sizova et al., 2015) "Terrisporobacter othiniensis" 08-306576 3,987 3,634 28.5 36713 JWHR00000000 (Lund et al., 2015) Clostridium sensu stricto (Sebaihia et al., 2007) a -As of July 1 st , 2016. Only those genomes used in the phylogenetic trees ( Fig. 1-2 , S1-S3) are listed here.
b -No suitable genomes for Romboutsia spp. were available at the time. Romboutsia sp. MT17 (GenBank: FJTZ00000000) had not been described and its 16S rRNA was only 96% identical to that of the type species Romboutsia ilealis DSM 25109 T . Misnamed "Clostridium lituseburense" L74, whose genome was described by Lee et al. (2016) , is not a member of Peptostreptococcaceae.
c -Draft genome of P. sordellii VPI 9048 only includes partial 16S rRNA sequence, which is 99% identical to that of the type strain P. sordellii ATCC 9714 T . (Fendrich et al., 1990; Poehlein et al., 2014a) ; 2, Peptoclostridium acidaminophilum al-2 = ATCC 49065 T = DSM 3953 T (Zindel et al., 1988; Poehlein et al., 2014b) . Other organisms are listed in the same order as in Figure 1: Organisms   1  2  3  4  5  6  7  8  9  10  11  12  13  14  15  16  Utilization of et al., 2009 ) with the addition of two more species, C. mayombei and C. thermoalcaliphilum (Kane et al., 1991; Li et al., 1994) , which had been assigned to Cluster XI by Collins et al. (1994) , but not assigned to Peptostreptococcaceae in Bergey's (Ludwig et al., 2009; . Eubacterium acidaminophilum was not mentioned by either Collins et al. (1994) or Ludwig et al. (2009) . A dash indicates that the organism's name remains to be updated. 
Acetoanaerobium
This genus has been assigned to Clostridiales Family XIX Incertae Sedis in Bergey's (Ludwig et al., 2009; but listed within Peptostreptococaceae in the SILVA database (Yilmaz et al., 2014 ) Acetoanaerobium noterae Sleat et al. (1985) ; Rainey ( 
Peptoanaerobacter
Described as a new genus in Sizova et al. (2015) , not recognized as validly described at the time of this writing Peptoanaerobacter stomatis Sizova et al. (2015) Peptoclostridium This genus was first proposed in Yutin & Galperin (2013) , the proposal modified in this work Peptoclostridium acidaminophilum Zindel et al. (1988) Figure 1 and the entries in SIlVA database https://www.arb-silva.de/browser/ssu-126/AB075770 (Quast et al., 2013; Yilmaz et al., 2014) and the NCBI Taxonomy Database http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi? id=186804 (Federhen, 2012 (Federhen, , 2015 .
